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Litopenaeus vannamei are economically important and widely farmed aquaculture species. It P-value <0.05 was assigned as a criteria for differential expression. Gene expression validation 130 In order to validate the correction of Illumina sequencing, eight differentially expressed genes
131
were chosen for quantitative analysis by real-time PCR (qRT-PCR) ( Table 1) . These genes 132 included heat shock 70kDa protein（HSP70), caspase 7 (CASP7), dynein heavy chain 1(DHC-1), 133 low-density lipoprotein receptor (LDLR), trypsin (PRSS), trehalose 6-phosphate synthase (otsA), 134 alpha-amylase (AMY) and collagen (COL1A), where 18s rRNA gene was used as the reference 135 gene. The primers of PCR were designed using Primer Premier 5 software and sequences were 136 indicated in Table 1 . Five RNA samples in each group (Sick and Health) were used for gene expression validation. 1 mg of total RNA was used as template for the synthesis of first strand 138 cDNA using reverse transcriptase M-MuLV (NEB). The qRT-PCR reaction mixture (20 μL) 139 contain 2 μL of primer (10 μM), 10 μL 2×SYBR Green PCR buffer, 1 μL of cDNA template. The 140 PCR cycling parameters as follows: 50℃ for 2 min, 95℃ for 10 min, followed by 40 cycles of 141 95℃ for 20 s, 60℃ for 1 min and a final 72℃ for 1 min. All the reactions were done in three 142 triplicates. (Fig 1C) .
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Coincidentally, these genes were also found in our present work and participated in pathological 288 effect. Similar results were illustrated in other previous research as well [31] [32] [33] [34] . Therefore, our 289 obtained data will shed a light on the reason for the occurrence the stunted growth symptom of 290 L.vannamei in some place of China, and strongly suggested it may originate from viral infection. 
